The sequences of MsVps4 (A4YHC5), SsoVps4 (Q97ZJ7), human VPS4A (Q9UN37), human VPS4B (O75351) and S. cerevisiae Vps4p (P52917) were aligned with ClustalX 1 .
ClpX nucleotide-free pseudohexamer (pdb 3HTE); Cα superpositioning of the three monomers for the three dimers reveals that two are very similar (blue and green), while the third one (red) has its small ATPase domain rotated by 82º with respect to the large domain. c) ClpX nucleotide-bound pseudohexamer (pdb 4I81); Cα superpositioning of the blue and green protomers in the ATPγS bound conformation have the same conformation; comparision with the nucleotide-free bound dimer (red) shows the same small ATPase domain rotation as in the complete nucleotide-free ClpX ring conformation (b).
Supplementary Table 1
List of contact residues at the interface of two adjacent subunits. The residues are classified according to the type of interaction (hydrophobic interaction, hydrogen bond and salt bridge) and to their location in the conserved H interface (between the small ATPase domain and large ATPase domain) or in the V interface (between two adjacent large ATPase subunits), the residues in the left column correspond to the left subunit of the interface Area (Å2)  947  1116  984  848  1259  1429 Large Domain Small Domain (interface B for the B-A interface). For the hydrophobic contacts, only the residues with hydrophobic side chains buried in the interface are listed. For the salt bridges and hydrogen bonds the distances (in Å) between the corresponding atoms are indicated. The residues highlighted in green and in yellow are identical or similar to human VPS4A and B.
